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Abstract
Background: Five species of the genus Schistosoma, a parasitic trematode flatworm, are causative agents of
Schistosomiasis, a disease that is endemic in a large number of developing countries, affecting millions of patients
around the world. By using SAGE (Serial Analysis of Gene Expression) we describe here the first large-scale
quantitative analysis of the Schistosoma mansoni transcriptome, one of the most epidemiologically relevant
species of this genus.
Results: After extracting mRNA from pooled male and female adult-worms, a SAGE library was constructed and
sequenced, generating 68,238 tags that covered more than 6,000 genes expressed in this developmental stage. An
analysis of the ordered tag-list shows the genes of F10 eggshell protein, pol-polyprotein, HSP86, 14-3-3 and a
transcript yet to be identified to be the five top most abundant genes in pooled adult worms. Whereas only 8%
of the 100 most abundant tags found in adult worms of S. mansoni could not be assigned to transcripts of this
parasite, 46.9% of the total ditags could not be mapped, demonstrating that the 3 sequence of most of the rarest
transcripts are still to be identified. Mapping of our SAGE tags to S. mansoni genes suggested the occurrence of
alternative-polyadenylation in at least 13 gene transcripts. Most of these events seem to shorten the 3 UTR of
the mRNAs, which may have consequences over their stability and regulation.
Conclusion: SAGE revealed the frequency of expression of the majority of the S. mansoni genes. Transcriptome
data suggests that alternative polyadenylation is likely to be used in the control of mRNA stability in this organism.
When transcriptome was compared with the proteomic data available, we observed a correlation of about 50%,
suggesting that both transcriptional and post-transcriptional regulation are important for determining protein
abundance in S. mansoni. The generation of SAGE tags from other life-cycle stages should contribute to reveal
the dynamics of gene expression in this important parasite.
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Background
Quantitative and qualitative transcriptome analyses reveal
some of the most important biological aspects of an
organism. Transcriptome examination is crucial for the
understanding of significant biological processes, allow-
ing the study of transcription/translation relationships,
the dynamics of gene expression and, an important fea-
ture in parasites, a quantitative evaluation of the expres-
sion of genes that are potential targets for drugs or
vaccines across diverse life-cycle or developmental stages.
Large-scale transcriptome analysis of S. mansoni has been
mainly performed by the partial sequencing of cDNA
clones derived from libraries prepared with RNA derived
from diverse life-cycle stages of the parasite [1-4]. The larg-
est collection of ESTs sequenced for this parasite was pub-
lished by our group [5], where we used cDNA
normalization techniques that greatly contributed to gene
discovery but are not adequate for quantitative analysis.
Large-scale quantitative transcriptome analysis in this par-
asite has been performed by using cDNA/oligo microar-
rays for evaluating differences in gene expression among
different gender [6-9] or life-cycle stages [10,11]. How-
ever, the quantitative analysis obtained by microarrays is
not absolute, and the interpretation of the findings is lim-
ited by the genes that have been spotted.
Serial Analysis of Gene Expression [12] is one of the most
comprehensive approaches to a large-scale transcriptome
analysis and, together with cDNA microarray and other
techniques, is capable of contributing to a global analysis
of gene expression. SAGE permits a quantitative view of a
transcriptome, through the generation and sequencing of
short nucleotide tags that allow the identification of the
corresponding genes, enabling a direct estimation of their
frequencies. An important feature of SAGE is its ability to
determine the expression of all genes that contain the rec-
ognition site of the restriction enzyme used (a four bp cut-
ter), and thus is not limited to the genes that have been
used to construct the arrays. As a consequence SAGE sim-
plifies data expression analysis among different experi-
ments, as the data provided reflects a direct measure of
gene expression and permits a direct comparison of librar-
ies generated by different groups. SAGE has been used for
gene-expression analysis in a series of organisms includ-
ing Rattus norvegicus [13], Saccharomyces cerevisiae [14],
Homo sapiens [15], Mus musculus [16], Caenorhabditis ele-
gans [17], Drosophila melanogaster [18], Cryptococcus neofor-
mans [19] and many others. Regarding human parasites,
up to now studies have been performed only for Plasmo-
dium falciparum [20-22] and more recently for Giardia lam-
blia [23] and Toxoplasma gondii [24]. Here we report the
results of the first SAGE-library prepared from the adult
stage of the parasitic flatworm Schistosoma mansoni.
Methods
Parasites, mRNA extraction and SAGE
Pooled (male and female) adult worms from BH isolate of
S. mansoni were maintained in the laboratory by routine
passage through mice and snails and recovered from the
porto-mesenteric system by perfusion, after 7 to 8 weeks
of infection. Worms were washed in saline solution and
stored at -20°C in RNAlater (Ambion) prior to mRNA
extraction. Poly-A mRNA was isolated with MACS kit
(Miltenyi Biotec Auburn, CA, USA), eluted in 200 μL of
DEPC-treated water and treated twice with Promega RQ1
RNAse-free DNAse (1 U/10 μL) for 30 min at 37°C.
DNAse was inactivated at 65°C for 10 min. mRNA purity
and integrity were checked by RT-PCR using appropriate
primer pairs of known genes and also negative controls as
described in Verjovski-Almeida et al. [5]. Ninety nano-
grams of poly-A+ mRNA were used for the construction of
a SAGE library, according to the standard I-SAGE Kit pro-
tocol (Invitrogen, USA). After size-selection, concatamers
were cloned into pZERO-1 and sequenced using standard
dye terminator techniques.
Bioinformatic analysis
Sequences from cloning vectors were trimmed and tags
were extracted from high-quality segments using Phred
[39]. Sequences with Phred-scores bellow 20, as well as
identical ditags (which are likely to be the result of ampli-
fication or cloning artifacts) were excluded from further
analysis. The remaining tags were ordered in a list accord-
ing to their frequency.
A second list, containing putative SAGE tags of S. mansoni
genes was generated in silico after mapping the NlaIII
restriction sites (CATG) to the complete set of full-length
cDNA sequences from S. mansoni available from Gen-
Bank, from the TIGR tentative consensus and the com-
plete set of clusters and singlets generated by our group as
part of the S. mansoni transcriptome project [5]. Sequences
from the three above-mentioned databases were merged
to eliminate the redundancy of transcripts. The down-
stream 10 nt sequence that was adjacent to each NlaIII
restriction site in the transcripts dataset was extracted, thus
generating a list of putative S. mansoni tags. These tags
were annotated according to the information available for
the transcripts from which they were derived. Top priority
annotation was given to full-length genes, followed by
TIGR consensus and our S. mansoni transcriptome project
[5]. These tags were then cross-referenced with the tag list
derived from our SAGE library, enabling the definition of
the most abundant genes in adult worms.
Full length S. mansoni transcripts were also screened for
putative alternative poly-adenylation sites using SAGE
data. For this purpose, the list containing all putative
SAGE-tags (adjacent to NlaIII sites) from S. mansoni full-
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length genes available in GenBank, was cross-referenced
with the tag list and the putative tags and ranked accord-
ing to their position in relation to the 3' end. The most 3'
tags, that are more likely to be bona fide tags for the canon-
ical transcripts, were ranked as zero and the remaining
tags were organized in ascending order from 3' to 5'. Tags
that have rank > 0, a number of counts > 1, and were not
followed by a putative site of internal binding of an oligo-
dT primer (at least 8 adenines in a window of 10 bases)
[28] were considered as indicative of putative poly-ade-
nylation.
Evaluation of positional distribution of SAGE tags and
ESTs over S. mansoni full-length cDNAs was carried over
a set of 208 genes that were tagged by at least two SAGE
tags. Blast analyses showed 26,888 ESTs and 9,589 SAGE
tags mapping to these genes, allowing the identification of
gene regions covered by these sequences. The mapped
coordinates were normalized in terms of relative position
of EST over the mRNA and relative coverage over all genes
was calculated. This positional distribution was plotted
together the distribution of the SAGE tags over the same
gene set, where the 0% and 100% are equivalent to 5' and
3' positions of mRNAs, respectively.
Functional classification of S. mansoni transcripts was
undertaken using the Gene Ontology database. For this,
blast analyses of the genes mapped by our SAGE tags were
performed against 2,413,334 protein sequences available
from Gene Ontology database (02/2007). All ontologies
associated to the first hit matched by the query sequence
were recovered and then was assumed that S. mansoni
gene would have the same functional annotation. Evalua-
tions of function were performed for 3 different classes of
abundance including: abundant (represented by more
than 500 tags), intermediate (499 to 100 tags) and less
abundant (lower than 100 tags).
Results
After sequencing and evaluating 5,626 clones of the SAGE
library, 4,752 reads (84%) containing 998,200 nucleo-
tides were accepted with the quality criteria adopted. The
need for further sequencing was determined by evaluating
the frequency of tags that appeared at least twice as a func-
tion of total tags sequenced. This curve reached a plateau
close to 60,000 tags and suggested coverage of the major-
ity of genes expressed in this developmental stage [5]
(Additional File 3). After vector trimming and removal of
identical ditags, a total of 68,238 tags (15,655 distinct
tags) remained.
The most informative tags are those that appeared at least
twice (less likely to contain sequencing artifacts) in the
final tag list. These comprised a total of 6,263 distinct tags,
which should approximate to the total number of genes
expressed in this developmental stage [5]. The list of tags
that appeared only once (N = 9,392) may include a
number of sequencing artifacts, but also contains the
most rare transcripts of S. mansoni adult worms. In fact,
2,886 of these tags found matches in the Schistosome
gene index or in the list of S. mansoni transcripts identified
by Verjovski-Almeida et al. [5], which strongly supports a
very low expression of those genes in this developmental
stage.
Preliminary gene assignments were performed for the tags
using parasite full-length genes available in GenBank at
the NCBI (nr), followed by TIGR consensus sequences
and a clustering of the sequences produced by the S. man-
soni transcriptome project [5]. By using this approach, 48
out of the top 50 most abundant tags could be assigned to
specific transcripts (Table 1). The non gene-assigned tags
of this top list appear as the 41st and 46th most abundant
transcripts in adult worms. The most frequent transcript
encodes the F10 eggshell protein, followed by a pol-poly-
protein transcript, heat shock protein 86 and 14-3-3 pro-
tein homolog (see Table 1 for a list of the top 50
transcripts). A total of 6,233 tags (39.9%) have identity to
S. mansoni gene fragments (contigs and singlets). When
only tags that appeared at least twice were considered,
3,347 (53.4%) matched S. mansoni gene fragments. A
complete list of all tags, together with their frequency, tag
sequences, and respective gene assignments can be found
in the supplementary table that accompanies this paper
(see Additional file 1).
In order to evaluate the functional categories most abun-
dantly represented in the transcriptome of S. mansoni,
blast analyses were performed against 2,413,334 protein
sequences available from the Gene Ontology database
(Feb/2007). Genes mapped by more than 3 SAGE tags
were used as queries. All ontologies associated to the first
hit matched by the query sequences were recovered and
their functional annotations were given to the respective
schistosome gene. In this process, ontologies were
assigned to 2,933 genes. Functional classification was
then investigated for transcripts distributed in expression
classes, according to their tag abundance. We considered
that the most abundant functional categories were those
containing genes with more than 500 tags; followed by
the intermediate (499 to 100 tags) and less abundant
classes (lower than 100 tags). This allowed us to describe
the most abundant functional classes among the highly
expressed, intermediate and lower expressed genes.
It can be observed in Figure 1, that the most abundant
genes fall into few Gene Ontology functional categories.
By far the largest group comprises genes coding for pro-
teins involved in the structural constitution of the ribos-
ome (34.1%), indicating intense protein synthesis
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Table 1: The 50 most abundant transcripts, revealed by SAGE analysis, in S. mansoni adult worms.
Gene name Tag sequence Number of tags Gene/cluster identification – Accession number Position inside transcript Tag rank
1 S.mansoni eggshell protein (F10) gene actattcggg 1454 gi| 160993| gb| M14309.1| SCMFSPA 50 0
2 S. mansoni pol-polyprotein cctgtaaact 835 gi| 44829167| tpg| DAA04497.1| C200397.1 99 0
3 S.mansoni heat shock protein 86 mRNA gaagaagtgg 640 gi| 161027| gb| J04017.1| SCMHSP86 96 0
4 S. mansoni 14-3-3 protein (Sm14-3-3) mRNA tcatacaaga 588 gi| 790657| gb| U24281.1| SMU24281 95 0
5 Similar to S. japonicum L23a ribosomal protein ccggtgtctc 513 TC13660 97 0
6 No matches agcgtccaaa 472 TC7406 85 0
7 S. mansoni heat shock protein 70 (HSP70) gene aggcaagtgg 464 gi| 161025| gb| L02415.1| SCMHSP70X 67 0
8 S. mansoni (GAPDH) cataatgaag 438 gi| 160994| gb| M92359.1| SCMGAPDH 89 1
9 S. mansoni fructose bisphosphate aldolase mRNA cggctcagga 398 gi| 2598925| gb| AF026805.1| AF026805 72 0
10 Mitochondrial small subunit ribosomal RNA gtagtgcttg 364 AF130787_1459_201 94 0
11 No matches cttttctaaa 349 TC17835 93 0
12 Similar to S. japonicum SJCHGC02196 protein tgttgttcgt 340 TC17184 96 0
13 S.mansoni (Liberia) mRNA for tandem repeat agcaatggaa 319 gi| 454257| emb| Z29960.1| SMTANREP TC7340 20 3
14 Similar to SJCHGC06305 protein (putative piruvate kinase) tgtacgtcat 313 gi| 56757978| gb| AAW27129.1| TC7454 94 2
15 S. mansoni fatty acid binding protein mRNA tatcgttcta 302 gi| 160983| gb| M60895.1| SCMFABP14 89 0
16 Similar to unknown protein S. japonicum (putative S3a 
ribosomal protein)
gcgagtcgaa 293 gi| 56758226| gb| AAW27253.1| TC16783 86 0
17 Similar to S. japonicum SJCHGC00690 protein. Putative 
beta thymosin
taatatgcgc 265 gi| 76161984| gb| AAX30141.2| TC11200 71 0
18 Similar to S. japonicum Sj-Ts1 gtgctcgaag 255 gi| 14581393| gb| AAF98445.1| TC17397 53 0
19 S. mansoni 28 kDa glutathione S-transferase (GST) gene tgactgatct 254 gi| 161010| gb| M98271.1| SCMGSTM 88 1
20 S. mansoni tegumental protein Sm 20.8 mRNA gcacattgtc 252 gi| 2454222| gb| U91941.1| U91941 62 0
21 S. mansoni actin mRNA acatcaacaa 225 gi| 924602| gb| U19945.1| SMU19945 84 0
22 similar S. japonicum (putative ribosomal protein L15) ccttcggtac 225 gi| 29841092| gb| AAP06105.1| TC13745 97 0
23 Similar to SJCHGC09089 S. japonicum (putative 
ribosomal protein S10)
gaggttatgg 215 gi| 56755876| gb| AAW26116.1| TC16990 89 0
24 Similar to S. japonicum clone ZZD545 mRNA sequence ttggaggcaa 211 gi| 28317769| gb| AY223294.1| TC13521 93 0
25 S.mansoni SM22.6 antigen (A12) RNA gagaacacca 198 gi| 161086| gb| M37003.1| SCMSM226 71 0
26 Similar to SJCHGC01209 S. japonicum (putative 
tetraspanin)
gtaaccaatg 193 gi| 56752993| gb| AAW24708.1| TC11060 93 0
27 Similar to S. japonicum (putative hnRNP A2) cagcgtcctt 191 gi| 29841163| gb| AAP06176.1| TC10489 78 3
28 Similar to SJCHGC06078 S. japonicum (putative 40S 
ribosomal protein)
gggattgccg 190 gi| 56758252| gb| AAW27266.1| TC16808 87 0
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29 S. mansoni receptor for activated PKC mRNA gtctgctgat 186 gi| 19071248| gb| AF422164.1| 87 0
30 No matches ccaggttgtg 184 TC9014 0 0
31 Similar to S. japonicum HEXBP (putative DNA binding 
protein)
gttatggcca 174 gi| 29841170| gb| AAP06183.1| TC10354 75 0
32 Similar to S.japonicum SJCHGC05715 (putative germinal 
Histone H4)
tggattcttg 168 gi| 56754980| gb| AY813941.1| TC14578 81 0
33 S. mansoni myosin heavy chain (MYH) mRNA gtacttagtg 167 gi| 161043| gb| L01634.1| SCMMYH 97 0
34 S. mansoni lactate dehydrogenase tatgttctct 165 gi| 4099443| gb| U87629.1| SMU87629 87 0
35 NADH dehydrogenase 4 (ND4) gene attttgtttg 159 AF130788_1003_2262 87 0
36 S. mansoni cathepsin L gggtatgaat 159 gi| 473158| emb| Z32529.1| SMCATHL 87 2
37 Similar to S. japonicum (putative 60S acidic ribosomal 
protein P0)
ggattcggtt 155 gi| 29841185| gb| AAP06198.1| TC7332 95 0
38 S. mansoni cDNA clone (putative 60S acidic ribosomal 
protein P2)
ccatcagcct 154 gi| 34701209| gb| CD164545.1| CD164545 CD164545 92 0
39 Similar to S. japonicum putative L10 ribosomal protein gccccttgga 154 TC13587 87 0
40 S. mansoni enolase trans-spliced mRNA tcgttctgat 147 gi| 1002615| gb| U30175.1| SMU30175 84 0
41 Non-available tccccgtaca 145 no_annot
42 S. mansoni cysteine protease inhibitor (Cys) mRNA cccaccactt 144 gi| 33355622| gb| AY334553.1| 84 0
43 Similar to S. japonicum cDNA clone (putative ribosomal 
protein L10)
tacctaggcc 143 gi| 29841379| gb| AAP06411.1| TC7615 79 0
44 Similar to S. japonicum SJCHGC01239 protein (putative 
L8 ribosomal protein)
gtcgcaaagt 139 gi| 56754665| gb| AAW25518.1| TC7475 59 1
45 S. mansoni NADH dehydrogenase subunit 5 (NU5M) 
mRNA
ggtttagtag 138 gi| 3599492| gb| AF085145.1| AF085145 90 0
46 Non-available tgcgcgcgtg 137 no_annot
47 Similar to S. japonicum SJCHGC02603 Protein (putative 
40S ribosomal protein S27)
cacagacagc 134 gi| 60687866| gb| AAX30266.1| TC8025 55 0
48 S. mansoni clone NLSL20 40S rRNA protein homolog 
mRNA
tggtgagggc 130 gi| 2623827| gb| AF030961.1| AF030961 TC13698 46 0
49 Similar to S. japonicum SJCHGC01998 protein (putative 
40S ribosomal protein S25)
ctctcgagga 128 gi| 76162217| gb| ABA40776.1| TC7478 70 0
50 Similar to S. japonicum SJCHGC00821 protein (putative 
myosin regulatory light chain 2A)
ggagaagaaa 123 gi| 56757579| gb| AAW26951.1| TC7368 3 3
Table 1: The 50 most abundant transcripts, revealed by SAGE analysis, in S. mansoni adult worms. (Continued)
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activity. These, together with enzymes involved in  DNA
or protein modification, nucleic acid binding, nucleo-
some assembly and kinase activity add more than 2/3 of
the highly expressed genes and should be clearly involved
in the regular metabolism of the worm. On the other
hand, a high expression of genes encoding heat shock pro-
teins and oxidoreductases also comprise a large propor-
tion of the transcriptome indicating the importance of
defense mechanisms of the parasite against the potential
stress involved in its adaptation to interaction with the
host immune system. As expected the proportion of
highly expressed genes that have unknown functions is
low and, as we move into the intermediate and then less
abundant classes (see Additional file 4), the diversity of
functional categories increases and so does the proportion
of genes involved with functions still to be determined.
Within the intermediate class we have several genes cod-
ing for proteins that have been investigated as vaccine can-
didates, such as the membrane proteins Sm20.8 and
Sm22.6, or cathepsin and superoxide dismutase.
The list of all putative SAGE-tags that mapped to known
full-length mRNA sequences of S. mansoni shows that for
some transcripts two or more distinct SAGE tags have
been sequenced. These distinct tags were used to investi-
gate alternative poly-adenylation events that may occur in
these transcripts. After the analysis of these events, using
the criteria described in materials and methods at least 16
alternative poly-adenylation events could be identified in
13 full-length S. mansoni mRNAs (Table 2).
Discussion
Our group has generated and deposited in public data-
bases 163,586 ESTs derived from six developmental stages
of S. mansoni [5]. A total of 33,180 of these sequences
were derived from adult worms. However, due to the nor-
malizing approaches employed for preparing the cDNA
libraries used for sequencing – ORESTES [25] and tradi-
tional normalized cDNA libraries [26], our sequences
offered only a qualitative view of the parasite transcrip-
tome. Sequencing of these cDNA clones provided a
glimpse of gene expression from different life-cycle stages
of the parasite with a dramatic gene-discovery impact.
However, while cDNA sequencing from normalized
libraries is a powerful tool for gene discovery, it is not ade-
quate for determining quantitative gene expression pat-
terns. As a complement to the qualitative analysis of the
transcriptome of S. mansoni we have used SAGE to per-
form a quantitative evaluation of the adult-worms' tran-
scriptome, one of the most complex life-cycle stages of S.
mansoni, which expresses at least half of the genes tran-
scribed in this organism [5]. In order to quantify the gene
expression in adult worms, we produced a SAGE library
and generated 68,238 tags that have been clustered and
assigned to genes.
The SAGE technique involves generation and sequencing
of large numbers of short tags, defined by the occurrence
of a recognition site for a type I restriction enzyme in the
mRNA [12]. Ideally, these tags are long enough to be
unique to the transcript in question, and the number of
copies of a given tag is proportional to the expression level
of that transcript in the original mRNA pool. Limitations
of the technique include the difficulty of tagging very rare
transcripts when a reduced number of tags is generated,
the possibility of non-specific tags (tags mapping to dis-
tinct transcripts) or transcripts that produce no tags, due
to the absence of the restriction site or the poly-A tail [27].
Microarray is the most used approach to evaluate gene
expression in large-scale. However, this approach relies on
the previous knowledge of gene sequences for the design
of the array, and thus, the transcriptome coverage depends
on how well defined is the gene set of the target organism.
Also, gene quantification using microarrays depend on
intensity of hybridization signal, which can be affected by
many factors such as location of the probe with respect to
the 3'-end of the message, length and G+C content of the
probe and signal-to-noise ratios. Depending on the probe
spotted, the intensity observed in microarray experiments
may reflect the expression of either a single or multiple
splicing isoforms for a given gene, making the compari-
sons with SAGE even more complex. Gene expression
data produced by arrays are relative, while SAGE provides
an absolute measure of expression. Unlike cDNA microar-
rays, gene expression analysis using SAGE does not
depend on previous sequence knowledge and thus it
opens up the possibility of discovering and evaluating the
expression of new transcripts. However, the process of
constructing and sequencing a SAGE library is laborious
and expensive, with a final cost that is 5–10 × higher than
microarrays. Another limitation of SAGE is that it limits
the analysis of genes that contain restriction sites for the
enzyme used to construct the library. In an analysis of 364
Gene Ontology analysis of the most abundant proteins class s i  adult worm  of Sc istos ma manso iFigure 1
Gene Ontology analysis of the most abundant pro-
teins classes in adult worms of Schistosoma mansoni. 
Functional classification S. mansoni protein groups containing 
more than 500 tags/functional class.
Top 20% expressed genes
(above 500 tags/functional class)
Structural constituent of ribosome (34.1%)
Oxidoreductase activity (12.7%)
Transferase activity (12.5%)
Nucleic acid binding (9.7%)
Heat shock protein activity (9%)
Hydrolase activity (5.9%)
Lyase activity (4.1%)
Unknown function (4.1%)
Nucleosome assembly (4.1%)
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Table 2: Transcripts with putative alternative poly-adenylation events in S. mansoni, as suggested by SAGE.
Gene (Accession GenBank) mRNA 
size (nt)
CDS SAGE tag sequence; tag 
position (nt); tag frequency 
(tags/million); tag rank.
Use of canonical polyadenylation site? 
(Sequence & Position – nt)
Affecting 
coding region?#
AREs possibly removed by the 
alternative poly-adenylation 
event*
Rac GTPase (AY158217) 2,383 211..777 tgtgtgtgta; 951; 366; 1. No No 3 out of 4
acaagttatg; 1959; 351; 0. No No
Receptor tyrosine kinase (AF101194) 6,022 120..4799 tcaatcatta; 821; 249; 1. No Yes 4 out of 4
aagaaatgca; 2013; 132; 0. No No
Myosin light chain (AF071011) 965 30..512 aatcctaatc; 651; 29; 1. No No 2 out of 2
aatatataca; 819; 44; 0. Yes No
Calponin homolog (U86674) 1,963 12..1097 tttatcttca; 1467; 44; 1. Yes (AATAAA – 1,480) No 2 out of 4
cccaaccctc; 1677; 513; 0. No No
Dynein light chain (U55992) 469 6..275 gcattgtata; 163; 29; 1. No No 0 out of 0
aaacccataa; 207; 689; 0. No No
Enolase trans-spliced (U30175) 1,461 40..1344 caacgttggt; 650; 29; 1. Yes (ATTAAA – 1,024) Yes 2 out of 2
tcgttctgat; 1235; 2154; 0. Yes (AATAAA – 1,353) No
Cyclophilin (L46884) 571 16..501 tgtcagggtg; 189; 44; 1. Yes (AATAAA – 250) Yes 0 out of 0
ttgttttcgg; 382; 1465; 0. No No
Actin (U19945) 1,538 45..1175 gccgacgagg; 44; 29; 2. No Yes 5 out of 5
aagtgtgatg; 893; 1216; 1. No Yes 5 out of 5
acatcaacaa; 1307; 3297; 0. Yes (AATAAA – 1,366) No
Phosphofructokinase (L31531) 3,087 147..2492 ttcctttcat; 2895; 29; 2. No No 1 out of 3
ttttccgttt; 2984; 59; 1. Yes (AATAAA – 3,025) No 0 out of 3
taaaaaaaaa; 3043; 103; 0. No No
Triose phosphate isomerase (M83294) 1,080 33..794 atgtcgatgg; 714; 29; 1. Yes (ATTAAA – 749) No 4 out of 4
tcagttactt; 844; 938; 0. Yes (AATAAA – 1,066) No
Superoxide dismutase (M27529) 623 7..561 gataccccag; 319; 29; 2. No No 0 out of 0
tgctacaata; 530; 29; 1. No No 0 out of 0
aaatgatttt; 557; 249; 0. Yes (AATAAA – 588) No
Cu/Zn superoxide dismutase (M97298) 605 23..484 cctattctcc; 513; 498; 1. No No 2 out of 2
cacaaataaa; 580; 161; 0. Yes (AATAAA – 588) No
PUR-alpha-like (AF254148) 1,282 77..880 tgcttaatag; 1110; 191; 1. No No 1 out of 3
ttagatttct; 1242; 15; 0. No No
Transcripts with alternative poly-adenylation events were considered only when confirmed by at least 2 SAGE tags, without downstream internal binding sites for oligo-dT (fake polyA). # – alternative-
polyadenylation events affecting the coding region were considered when the alternative upstream tags were located at least 256 nt before the original stop-codon. CDS – stands for the cDNA coordinates of 
the coding region of the gene. * refers to the number of putative Adenylate Rich Elements (AREs) present in the 3'UTR, that are located downstream of the most 5' SAGE tag found in a transcript, out of the 
total 3' UTR AREs of the transcript.
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full-length S. mansoni genes available in public databases,
we could not identify restriction sites for NlaIII (the
enzyme used in our library) in 35 (9.6%) of them. An
extrapolation of this would suggest that the frequency of
expression of 90% of the S. mansoni genes expressed in
adults could be evaluated by the SAGE approach
employed here.
On the other hand, when 8,669 S. mansoni Unigene clus-
ter sequences were evaluated, we observed that 2,193 clus-
ters contained ESTs derived from adult worms. Only 169
of these clusters contained full-length sequences. When
tags (rank 0 and rank 1) of these 169 clusters were consid-
ered, we observed that 132 (78%) were represented in our
SAGE tag list. So, this alternative estimate shows that cov-
erage of our SAGE tags was of about 78% of the genes
expressed in adult worms. We also noted that 39 UniGene
clusters, with no adult-worm derived ESTs in the cluster
composition, had their expression confirmed in this stage
by our SAGE data.
Comparing SAGE and EST data
To establish how the transcriptome derived from SAGE
and ESTs can be compared to each other, we evaluated the
relative distribution of SAGE and EST sequences over a set
of 208 worm full-length mRNA sequences available in
GenBank. The 208 full-length transcripts are covered by
26,888 ESTs and 9,589 SAGE tags. As expected, 42% of the
SAGE tags that map to the set of 208 full-length genes are
positioned in the last 20% of the transcripts. On the other
hand, only 17% of the ESTs mapped to these genes cover
this same 3' portion of the transcripts (see Additional file
3). This clearly results from the biased distribution of the
ESTs that were produced using the ORESTES technique
(94,308/110,328 ESTs available at the time of preparation
of this manuscript) and shows the necessity of generating
further S. mansoni ESTs from the 3' end of the transcripts,
for a more complete knowledge of the schistosome tran-
scriptome. This also points to a reduced overlap of the
SAGE and available EST data, which will result in a poor
coverage of low expressed genes by non-normalized 3'
UTR ESTs and in the failure of SAGE-to-transcript assign-
ment.
Indeed, from the total of 6,263 tags with frequency higher
than one, 2,916 (46.6%) found no matches on the tran-
script databases used. As expected, this failure in finding
the correspondent gene for a specific tag was found to be
directly related to the low expression of the corresponding
transcript, and its reduced coverage by ESTs. In fact this
can be used as an indirect measurement of correlation of
SAGE and EST coverage. Whereas 96% of the 50 most fre-
quent tags or 92% of top 100 tags could be identified in a
transcript, only 53% of all ditags (6,263 top) or only 40%
of all 15,655 tags could be assigned to its correspondent
gene. As the S. mansoni SAGE tags are usually located at
242 nt upstream from the 3' end of the transcripts (aver-
age position of the CATG tags in full length transcripts),
this data clearly demonstrates that more 3' sequences
from normalized cDNA libraries are required for deci-
phering the transcriptome of this parasite.
Putative poly-adenylation in S. mansoni
While the same tag can be mapped to many transcripts
(indicating a conservation of a nucleotide motif), we also
see that a single transcript might sometimes generate var-
ious different tags. This parallels to what happens in pro-
teomic studies when the same protein sometimes
generates different spots in a gel. The occurrence of multi-
ple tags deriving from the same transcript could occur by
methodological problems (such as an incomplete diges-
tion by the anchoring enzyme or the presence of false-
polyA tails) or due to biological features such as splicing
variants in the transcript region containing the most 3' tag
or as the result of the use of multiple poly-adenylation
sites. Whereas the use of SAGE tags to evaluate alternative-
splicing is more difficult, the occurrence of alternative
poly-adenylation events could be evaluated with less
assumptions. In order to reduce the impact of methodo-
logical aspects over the determination of alternative poly-
adenylation events, we have not considered tags
sequenced only once, ambiguous tags (those that could
be mapped to different transcripts) or internal tags that
appeared before long stretches of A's in the transcript,
which could have been used as false polyA tails during the
cDNA synthesis step [28].
After using the above described filters, consistent events of
multiple tags in a single transcript were identified in 13
full length genes. Poly-adenylation events cause a reduc-
tion in the transcript size, blocking the transcription of
portions of its 3' region, together with the most 3' restric-
tion site of the enzyme used for constructing the SAGE
library. The reduction of the 3' UTR observed here, caused
by the alternative poly-adenylation was usually accompa-
nied by a removal of a significant portion of the putative
ARE transcript repertoire (Adenosine and Uridine-Rich
Elements) [29]. AREs are elements that can target host
mRNAs towards rapid degradation (by a mechanism
dependent on deadenylation), can repress their transla-
tion or can increase their stability [reviewed in [30]],
dependent on the ligation of ARE binding proteins (ARE-
BPs). The putative removal of AREs (observed in 11 out of
the 16 putative poly-adenylation events), and the identifi-
cation of ARE-BPs (such as hnRNPs, CUG-BP and nucleo-
lin) in the transcriptome of S. mansoni, suggests that this
parasite employs this mechanism for regulating mRNA
stability. We should note that the occurrence of partial
digestion with NlaIII seems to be rare here, as in our list of
BMC Genomics 2007, 8:186 http://www.biomedcentral.com/1471-2164/8/186
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15,655 distinct tags, not a single CATG (the restriction site
for NlaIII) could be found.
Comparing transcriptome and proteome data
Some reports of proteomic analysis of different develop-
mental stages of S. mansoni became recently available.
Curwen et al. [31], presented an analysis of the four com-
monly used schistosome-soluble protein preparations
(derived from cercariae, lung-stage, adults and eggs), find-
ing 32 distinct proteins among the most expressed. In
adult worms, 26 of the 40 most abundant spots were iden-
tified, and corresponded to 22 different proteins. Accord-
ing to Curwen et al. [31], the top 40 most abundant
soluble proteins in adult worms, accounted for 27.4% of
the total protein content of this stage. In our SAGE analy-
sis, we reached a similar value as the 40 top genes were
tagged by 12,364 tags or 21% of the total tags. When the
top 10 most abundant adult-worm soluble proteins iden-
tified by Curwen et al. [31] are compared to our expres-
sion rank based on SAGE, we see that 5/10 proteins are
ranked among our top 20 most abundant transcripts (14-
3-3 homolog, GST28, FABP, fructose 1,6 bisphosphate
aldolase and GAPDH). The remaining proteins vary in our
ranking from 21st to 253th (see Additional file 2), suggest-
ing higher stability and/or higher translation rates of these
less transcribed genes, when pos-transcriptional events are
acting as a second mechanism in the regulation of protein
abundance.
RNA analysis by SAGE enabled the evaluation of genes
coding for proteins whose physical-chemical properties
impaired their analysis by 2D gel electrophoresis. An
example is the determination of transcript abundance of
priority vaccine candidates of the World Health Organiza-
tion (such as Sm23 the 793th transcript with 13 tags and
paramyosin the 1456th with 7 tags) that could not be eval-
uated by proteomic analysis [31] due to technical limita-
tions, such as protein size or solubility, imposed by 2D
gels.
Functional classification
The analysis of SAGE tags as to their mapping to genes
coding for proteins classified into Gene Ontology func-
tional categories, provides a general view of the parasite
functions in terms of their relative frequency. From the
data generated it is clear that in the adult stage, the para-
site still undergoes intense cellular activity, possibly due
to its accelerated membrane turnover as well as metabolic
activities possibly involved with immune response eva-
sion and the intense egg-laying activity. Furthermore, the
large proportion of proteins potentially involved in
defense mechanisms, suggests a dynamic interaction with
host and its immune defense system.
The use of SAGE to interrogate the S. mansoni 
transcriptome
The most abundant tag identified here is 'ACTATTCGGG',
a sequence tag that matches diverse isoforms of the gene
encoding SmP14, or F10 eggshell protein family. The fre-
quency of this tag strongly suggests that this is the most
abundant mRNA species found in adult worms. This
abundance is highly significant, especially if we consider
the larger biomass of male worms as well as the male bias
found in the sex ratio of S. mansoni infections [32].
Indeed, among the top 5% most abundant transcripts of
adult worms, we can find other eggshell-related genes
such as P40 (146th most abundant transcript, with 56
tags), P19 (202nd with 42 tags) and P48 (356th with 26
tags), which advocates their importance in the early-stages
of eggshell formation. We should observe that no tags
could be identified for egg-secreted proteins (such as
ESP3-6 and ESP15), suggesting their expression only in
later stages of the eggshell development. The high expres-
sion of actin and myosin (heavy and light chains) was also
observed, with the identification of their respective genes
and gene-paralogs among the top 100 transcripts, reflect-
ing the musculature as one of the major worm tissues.
Among the 50 top transcripts, as expected, we observe the
high abundance of 12 ribosomal-protein genes as well as
genes that encode proteins involved in protein and carbo-
hydrate metabolism. It is also interesting to note the high
abundance of the gene that codes for a protein similar to
thymosin beta (17th most abundant transcript in adult
worms), especially due to its involvement with wound
healing [33], its anti-inflammatory properties [34-36] and
its possible involvement in the escape from the host
immune system in malaria [37].
Conclusion
One of the most notable strengths of the SAGE method is
that results from any new experiments are directly compa-
rable to existing databases. SAGE data represent absolute
expression levels, based on the digital enumeration of
transcript tags in the total transcriptome. This allows the
expression level of any gene to be compared with that of
any other gene, from among many libraries of different
sources and sizes [38]. In this way, this first report of
quantitative expression in adult worms may be used for
comparing with future profiles investigating differential
expression among diverse developmental stages, during
drug exposure, single-sex infections and a series of other
relevant biological situations. Together with ESTs, one of
the most promising applications of SAGE will be to offer
a support for gene identification and genome annotation
providing accurate methods for the profiling of genes that
are not biased by known sequence information.
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Page 10 of 11
(page number not for citation purposes)
Competing interests
The author(s) declare that they have no competing inter-
ests.
Authors' contributions
EPBO constructed the SAGE library presented here; RDM
was responsible for RNA extraction and PSLO coordinated
the bioinformatics analysis of SAGE data. EPBO, AP,
RDM, SPG, KAA, CFMM, LCCL, SVA and EDN partici-
pated on the sequencing of the library and on the analysis
and interpretation of the data; EPBO, PSLO, AP, RDM,
DNN, SVA and EDN performed bioinformatics analysis.
EPBO, PSLO, SVA and EDN conceived the study and par-
ticipated on its design and coordination. All authors con-
tributed to the writing of this manuscript and approved its
final form.
Additional material
Acknowledgements
The authors thank Dr. Toshie Kawano and Dr. Cibele Gargioni for provid-
ing the parasite material used here. This work received financial support 
from Conselho Nacional de Pesquisas (CNPq) and Fundação de Amparo à 
Pesquisa do Estado de São Paulo (FAPESP). The Laboratory of Neuro-
sciences (LIM27) recognizes the important support received from Associ-
ação Beneficente Alzira Denise Hertzog da Silva (ABADHS).
References
1. Franco GR, Adams MD, Soares MB, Simpson AJ, Venter JC, Pena SD:
Identification of new Schistosoma mansoni genes by the EST
strategy using a directional cDNA library.  Gene 1995,
152:141-7.
2. Dias-Neto E, Harrop R, Correa-Oliveira R, Wilson RA, Pena SD,
Simpson AJ: Minilibraries constructed from cDNA generated
by arbitrarily primed RT-PCR: an alternative to normalized
libraries for the generation of ESTs from nanogram quanti-
ties of mRNA.  Gene 1997, 186:135-42.
3. Franco GR, Rabelo EM, Azevedo V, Pena HB, Ortega JM, Santos TM,
Meira WS, Rodrigues NA, Dias CM, Harrop R, Wilson A, Saber M,
Abdel-Hamid H, Faria MS, Margutti ME, Parra JC, Pena SD: Evalua-
tion of cDNA libraries from different developmental stages
of Schistosoma mansoni for production of expressed
sequence tags (ESTs).  DNA Res 1997, 4:231-40.
4. Santos TM, Johnston DA, Azevedo V, Ridgers IL, Martinez MF,
Marotta GB, Santos RL, Fonseca SJ, Ortega JM, Rabelo EM, Saber M,
Ahmed HM, Romeih MH, Franco GR, Rollinson D, Pena SD: Analysis
of the gene expression profile of Schistosoma mansoni cer-
cariae using the expressed sequence tag approach.  Mol Bio-
chem Parasitol 1999, 103:79-97.
5. Verjovski-Almeida S, Marco R, Martins EAL, Guimarães PEM, Ojopi
EPB, Paquola ACM, Piazza JP, Nishiyama MY, Kitajima JP, Adamson
RE, Ashton P, Bonaldo MF, Coulson PS, Dillon GP, Faria LP, Gregório
SP, Ho PL, Leite RA, Malaquias LCC, Marques RCP, Miyasato PA, Nas-
cimento ALTO, Ohlweiler FP, Reis EM, Ribeiro MA, Sá RG, Stukart
GC, Soares MB, Gargioni C, Kawano T, Rodrigues V, Madeira AMBN,
Wilson RA, Menck CFM, Setúbal JC, Leite LCC, Dias-Neto E: Tran-
scriptome analysis of the acoelomate human parasite Schis-
tosoma mansoni.  Nat Genet 2003, 35:148-57.
6. Hoffmann KF, Johnston DA, Dunne DW: Identification of Schisto-
soma mansoni gender-associated gene transcripts by cDNA
microarray profiling.  Genome Biol 2002, 3:RESEARCH0041.
7. Fitzpatrick JM, Johnston DA, Williams GW, Williams DJ, Freeman TC,
Dunne DW, Hoffmann KF: An oligonucleotide microarray for
transcriptome analysis of Schistosoma mansoni and its appli-
cation/use to investigate gender-associated gene expression.
Mol Biochem Parasitol 2005, 141:1-13.
8. Fitzpatrick JM, Hoffmann KF: Dioecious Schistosoma mansoni
express divergent gene repertoires regulated by pairing.  Int
J Parasitol 2006, 36:1081-9.
9. DeMarco R, Oliveira KC, Venancio TM, Verjovski-Almeida S: Gen-
der biased differential alternative splicing patterns of the
transcriptional cofactor CA150 gene in Schistosoma man-
soni.  Mol Biochem Parasitol 2006, 150:123-131.
10. Dillon GP, Feltwell T, Skelton JP, Ashton PD, Coulson PS, Quail MA,
Nikolaidou-Katsaridou N, Wilson RA, Ivens AC: Microarray analy-
sis identifies genes preferentially expressed in the lung schis-
tosomulum of Schistosoma mansoni.  Int J Parasitol 2006, 36:1-8.
11. Vermeire JJ, Taft AS, Hoffmann KF, Fitzpatrick JM, Yoshino TP: Schis-
tosoma mansoni: DNA microarray gene expression profiling
during the miracidium-to-mother sporocyst transformation.
Mol Biochem Parasitol 2006, 147:39-47.
12. Velculescu VE, Zhang L, Vogelstein B, Kinzler KW: Serial analysis
of gene expression.  Science 1995, 270:484-7.
13. Madden SL, Galella EA, Zhu J, Bertelsen AH, Beaudry GA: SAGE
transcript profiles for p53-dependent growth regulation.
Oncogene 1997, 15:1079-85.
14. Velculescu VE, Zhang L, Zhou W, Vogelstein J, Basrai MA, Bassett DE
Jr, Hieter P, Vogelstein B, Kinzler KW: Characterization of the
yeast transcriptome.  Cell 1997, 88:243-51.
15. Velculescu VE, Madden SL, Zhang L, Lash AE, Yu J, Rago C, Lal A,
Wang CJ, Beaudry GA, Ciriello KM, Cook BP, Dufault MR, Ferguson
AT, Gao Y, He TC, Hermeking H, Hiraldo SK, Hwang PM, Lopez MA,
Luderer HF, Mathews B, Petroziello JM, Polyak K, Zawel L, Kinzler
Additional file 1
Complete list of Schistosoma mansoni SAGE tags. Contains all 
15,655 distinct SAGE tags sequenced, together with their frequency (tag 
count), the accession numbers of the corresponding genes, their relative 
position on the mRNA, their tag rank and the annotation of the respective 
gene.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-8-186-S1.pdf]
Additional file 2
Protein and gene rank. Comparison of the top 10 proteins ranked by pro-
teome analysis with the expression rank obtained by SAGE.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-8-186-S2.pdf]
Additional file 3
Analysis of positional distribution of ESTs and SAGE tags for a set of 
208 full-length S. mansoni genes. The positional distribution of all 
ESTs available in GenBank, as well as all SAGE tags from our study was 
evaluated over a panel of 208 full length S. mansoni genes. Only 17% 
of the ESTs mappedto 208 full-length transcripts cover the final 20% of 
the transcripts, while 42% of the generated SAGE tags cover this same 
region. This shows the reduced overlap of SAGE and ESTs suggests the 
necessity of generating more S. mansoni ESTs, especially from the 3' end 
of the transcripts, for a better knowledge of the schistosome transcriptome.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-8-186-S3.pdf]
Additional file 4
Functional classification of the intermediate and less abundant schis-
tosome transcripts based in Gene Ontology analysis. Functional classi-
fication of the most abundant S. mansoni transcripts based in Gene 
Ontology analysis.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-8-186-S4.ppt]
Publish with BioMed Central   and  every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Genomics 2007, 8:186 http://www.biomedcentral.com/1471-2164/8/186
Page 11 of 11
(page number not for citation purposes)
KW, et al.: Analysis of human transcriptomes.  Nat Genet 1999,
23:387-8.
16. Virlon B, Cheval L, Buhler JM, Billon E, Doucet A, Elalouf JM: Serial
microanalysis of renal transcriptomes.  Proc Natl Acad Sci USA
1999, 96:15286-91.
17. Jones SJ, Riddle DL, Pouzyrev AT, Velculescu VE, Hillier L, Eddy SR,
Stricklin SL, Baillie DL, Waterston R, Marra MA: Changes in gene
expression associated with developmental arrest and lon-
gevity in Caenorhabditis elegans.  Genome Res 2001, 11:1346-52.
18. Jasper H, Benes V, Schwager C, Sauer S, Clauder-Munster S, Ansorge
W, Bohmann D: The genomic response of the Drosophila
embryo to JNK signaling.  Dev Cell 2001, 1:579-86.
19. Steen BR, Lian T, Zuyderduyn S, MacDonald WK, Marra M, Jones SJ,
Kronstad JW: Temperature-regulated transcription in the
pathogenic fungus Cryptococcus neoformans.  Genome Res
2002, 12:1386-400.
20. Munasinghe A, Patankar S, Cook BP, Madden SL, Martin RK, Kyle DE,
Shoaibi A, Cummings LM, Wirth DF: Serial analysis of gene
expression (SAGE) in Plasmodium falciparum: application of
the technique to A-T rich genomes.  Mol Biochem Parasitol 2000,
113(1):23-34.
21. Patankar S, Munasinghe A, Shoaibi A, Cummings LM, Wirth DF:
Serial analysis of gene expression in Plasmodium falciparum
reveals the global expression profile of erythrocytic stages
and the presence of anti-sense transcripts in the malarial
parasite.  Mol Biol Cell 2001, 12:3114-25.
22. Gunasekera AM, Patankar S, Schug J, Eisen G, Kissinger J, Roos D,
Wirth DF: Widespread distribution of antisense transcripts in
the Plasmodium falciparum genome.  Mol Bioch Parasitol 2003,
136(1):35-42.
23. Palm D, Weiland M, McArthur AG, Winiecka-Krusnell J, Cipriano MJ,
Birkeland SR, Pacocha SE, Davids B, Gillin F, Linder E, Svard S: Devel-
opmental changes in the adhesive disk during Giardia differ-
entiation.  Mol Biochem Parasitol 2005, 141:199-207.
24. Radke JR, Behnke MS, Mackey AJ, Radke JB, Roos DS, White MW:
The transcriptome of Toxoplasma gondii.  BMC Biol 2005, 3:26.
25. Dias-Neto E, Correa RG, Verjovski-Almeida S, Briones MR, Nagai
MA, da Silva W Jr, Zago MA, Bordin S, Costa FF, Goldman GH, Car-
valho AF, Matsukuma A, Baia GS, Simpson DH, Brunstein A, de
Oliveira PS, Bucher P, Jongeneel CV, O'Hare MJ, Soares F, Brentani
RR, Reis LF, de Souza SJ, Simpson AJ: Shotgun sequencing of the
human transcriptome with ORF expressed sequence tags.
Proc Natl Acad Sci USA 2000, 97:3491-6.
26. Soares MB, Bonaldo MF, Jelene P, Su L, Lawton L, Efstratiadis A: Con-
struction and characterization of a normalized cDNA
library.  Proc Natl Acad Sci USA 1994, 91:9228-32.
27. Stern MD, Anisimov SV, Boheler KR: Can transcriptome size be
estimated from SAGE catalogs?  Bioinformatics 2003, 19:443-8.
28. Boon K, Osorio EC, Greenhut SF, Schaefer CF, Shoemaker J, Polyak
K, Morin PJ, Buetow KH, Strausberg RL, De Souza SJ, Riggins GJ: An
anatomy of normal and malignant gene expression.  Proc Natl
Acad Sci USA 2002, 99:11287-92.
29. Caput D, Beutler B, Hartog K, Thayer R, Brown-Shimer S, Cerami A:
Identification of a common nucleotide sequence in the 3'-
untranslated region of mRNA molecules specifying inflam-
matory mediators.  Proc Natl Acad Sci USA 1986, 83:1670-4.
30. Barreau C, Watrin T, Beverley Osborne H, Paillard L: Protein
expression is increased by a class III AU-rich element and
tethered CUG-BP1.  Biochem Biophys Res Commun 2006,
347:723-30.
31. Curwen RS, Ashton PD, Johnston DA, Wilson RA: The Schistosoma
mansoni soluble proteome: a comparison across four life-
cycle stages.  Mol Biochem Parasitol 2004, 138:57-66.
32. Souza CP, Jannotti-Passos LK, Ferreira SS, Vieira IB: Schistosoma
mansoni: the sex ratios of worms in animals infected with
cercariae from three species of Biomphalaria.  Rev Inst Med
Trop Sao Paulo 1996, 38:141-5.
33. Philp D, Goldstein AL, Kleinman HK: Thymosin beta4 promotes
angiogenesis, wound healing, and hair follicle development.
Mech Ageing Dev 2004, 125:113-5.
34. Young JD, Lawrence AJ, MacLean AG, Leung BP, McInnes IB, Canas B,
Pappin DJ, Stevenson RD: Thymosin beta 4 sulfoxide is an anti-
inflammatory agent generated by monocytes in the pres-
ence of glucocorticoids.  Nat Med 1999, 5:1424-7.
35. Sosne G, Szliter EA, Barrett R, Kernacki KA, Kleinman H, Hazlett LD:
Thymosin beta 4 promotes corneal wound healing and
decreases inflammation in vivo following alkali injury.  Exp Eye
Res 2002, 74:293-9.
36. Girardi M, Sherling MA, Filler RB, Shires J, Theodoridis E, Hayday AC,
Tigelaar RE: Anti-inflammatory effects in the skin of thymosin-
beta4 splice-variants.  Immunology 2003, 109:1-7.
37. Dubois P, Dardenne M, Fandeur T, Mercereau-Puijalon O, Mattei D,
Muller-Hill B, Blisnick T, Pereira da Silva L: Structure and function
of a thymic peptide is mimicked by Plasmodium falciparum
peptides.  Ann Inst Pasteur Immunol 1988, 139:557-67.
38. Velculescu VE, Vogelstein B, Kinzler KW: Analysing uncharted
transcriptomes with SAGE.  Trends Genet 2000, 16:423-5.
39. Ewing B, Hillier L, Wendl MC, Green P: Base-calling of automated
sequencer traces using phred. I. Accuracy assessment.
Genome Res 1998, 8:175-85.
